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UCSC Genome Browser

UCSC Genome Browser on C. elegans Mayv 2003 Freeze
e <<<| <<| < | > | *> | >>>|zoomi11 1_5x| I | 1IIIx| base |zoom ot 1.5x| 3 | 1Dx|

Baze Fosition ES61568] ESE2aaa] ESE25A 8] ESESAAA] ESE35AAa]

Fercentage GC i 28,888 Base Windows
GC Fercent

|

|

| Refisy Genes

2l ] e B N - - -

J Twinscan Gene Fredictions Using briggsaefselegans Homologd
Tuw inscan

| Faehesh++ Gene Fredictions

ol Faehesh++ Genes

|

kormEaze Gene Annotation=

= R13FE . 9 i+ - - ————— R
| MicrofRHA= from The miEHA Registrd
L] m iRMA
i Warm mEMAsS from Genbank
o Uz43 02 Wl - - -~ - - -~
] Worm ESTs Including Unsgpliced
Briggsas Wabs Bl "IN Il 1 Il E = .

J C. briggsae Waba Alighments
| Chained C, bBrigasaeselegans Alisnments
2l Errigg=sae Chain ¥ % T : g
| Takifugu rubripes Translated Blat Alighments
= Fugu Elat Eiif i ikt
| Elastz C. kKt iggsas
| Brigosae Blastz : F= % :
i FEepeat ing Elements by REepeatMasker
4 RepeatMasker fii
Timple Tandem Repeats bd TRF
_| Simple Repeats

| Chained Z. eledansseledans Alignments
Al S21f Chain B B ||
| Elastz C, elegans (self)
| Ze1f Blastz [ H = [ | | (W1 |
move start  Click on a feature for detals. Click on base position to zoom mn around move end

< IZ.IZI ﬂ cursor. Clck on left mini-buttons for track-specific options < IE.III j

reset all | hide all |Guide]jnes W Lahels: left ¥ center ¥ refresh
Chromosome Color Key:

7.8 91011112 1516 17 18 21p7X ¥ M Un

Tze drop down controls below and press refresh to alter tracks displayed.




EnsEMBL

H =

-
Window Window

Features v Compara ¥ DAS Sources ¥ Repeats v Decorstions w7 Export ¥ Jump tow  Image size v

Help v

B SB2-000 B SR2-500 B 2R3 -000 B-8B3-500

3.01 Kb

—
o

E-ZB1-000 B SB1-500

Length =t
s

g £ .elegans mRHAz
ONpceontics) | ST T S S SO S

WormBase trans. R1SFE.D
Enzembl kroun trans
Genefindet
SHAPz
= Proteins

= Wormpep proteins

== T
I T B B N 00000 0000 e
B C.elegans mREMNAs | =
Length -5 3.01 Kb o
ErSE1-000 ErS61-500 B SE2-000 B SE2-500 B SE3-000 E-SE3 500
Gene ].E'EE'I"ID] mmm HORHEASE PREDICTED GEMES (KWOHW' s HORHEASE PREDICTED GEMES CHOVEL) memm HORREARSE FEEUDOGEMES
There are curresntly 25 tracks switched offr wse the merus abows the irmmaz to turn these on.

[=] Basepair view

— Zo —_—
< = + ol W == -
Window — . Window
BrSB2r370 BAGR2.330 0 BeSB2 L3900 BSEZd00 BeSRZ-410

BrBRZ 350 BASBZ IR0
100 bp

Length =z} -
FOTEONE v BEE A Flu L F VRN @ PRODTONEN L BEPET L L oo L SN ENEE o N O F E
WL L EEEETESENEN | PET N SR 1 W

BrEB2 420 BASBZ430 BeSEZ 440

Aming acids . L. ¢« F c FEELEBEN -



NCBI Map Viewer
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Gbrowse: Genome Browsing
that’s “Just Right”

0 Part of Generic Model Organism
Database Project

0 Lightweight & portable
0 Highly configurable
0 Clean user Interface
0 Promotes data sharing



Find your favorite gene
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Find Your Favorite Oligo
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Take-Home Reports
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Extensively Customizable

0 End-user
o Turn tracks on and off, change order, change
packing & labeling attributes (stored in cookie)
0 Data provider
0 Change fonts, colors, text.

o Change overview - genetic map, contigs,
coverage, karyotype.

0 Define new tracks using simple config file.

o Tinker with track appearance to hearts
content.
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Extensively Extensible
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Data Sharing

0 Add your own tracks
0 Add 3d party tracks

0 Distributed annotation system
support
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I nternationalization
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Addlng 3d Party Tracks

C elegans gene knockout consortium

Deletion allele gk109

gk109 Gene T14612.3

Strain VC195

Locus tag-18

PCR KO3B86-2P

Type Deletion with_insertion

Library 29

Mutagen EMS

Reference_sequence [T14612

Left_Breakpoint 4756

Right_Breakpoint 5214

Deletion_Size 457

Flanking_Sequences |gttgagagatttgggtaggatgtgactctt
tttgtcgeqactgattttaccgetggetee

Insertion_Sequence |ttt




GBrowse on GenBank!

Plugins Pus gbrowse CGI
scrlpt

Apache Web Server

Glyphs Pl Blo..Graphlcs
library

:

BioPerl library

Bio::DB::GFF
adaptor




B. burgdorferi via GenBank
proxy

Genbank/EMBL proxy
Showing 20 Kbp from NC_001318, positions 780,559 to 800,558

Search uging 4 sequence name, gene name, locus, oligonuclectide (15 bp minimum) or other landmark. The wildcard character "** is allowed. Examples:
CEF5305, MC_001320, APODEESE. [Help]

To center on a location, click the ruler. User the Scroll/Zoom buttons to change magnification and position. To save this view, bookmark this link.

Landmark or Region |NC_001318: 780559, . 800558 Go scrolvzoom: $<<0 [ Show 20 Kbp = | P2
Overview of HC_B81318 []

7E2K  FB3K Yadk  FEbk FEEk FEVK FEdk 78Sk TR0k FOlk YREK Y93K T4k F9EK Yhek  YOVK Y98k 799k gook
HWC_001315

Borrelia burgdorferi, complete genome.
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Gbrowse on Remote Sources

Plugins gbrowse CGI
script

Apache Web Server

Bio::Graphics
library

BioPerl library

;

DAS Adaptor | <gessp




DAS: Gbrowse on UCSC

Human July 2003 Genome at UCSC
Showing 1 Mbp from 12, positions 78,944,159 to 79,944,158

[Hide banner] [Show instructions] [Bookmark this view] [Link to an image of this view] [Publication guality image] [Help]
Landmark or Region Scroll/Zoom:

12178944159, . 79944158 <[ Show 1 Mbp = baPod

Overview of 12
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DAS: Gbrowse on EnsEMBL

Overview of 19

10 201 F0H 40 B BN
47M 45M
transcript
CEACEM NH_173505 GRIKS POUZFZ ENSTOOO00331965 PSGS PEGE
all Ll =] =] 0= aall
GRIKS NH_133525 PSGT PSES
<] aa il all
PSGT PeG1l
=] <]
PeG1l
<]
tranzlation
CEACEH NH_173506 GRIKS POUZFZ NH_1533525 ENSPOOOOOESZEST  PSGS PSGLL PSGE
0 | —/1 O 0 1] O 1]
GRIKS PEGT PSES
—1 O
PSGT Paiid
1 O
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Data Source
The human genome from Ensembl M
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DAS: Gbrowse on both
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Distributed GBrowse
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I nstallation

0 “One Click” install on Macintosh OSX
o0 “Three Click” install on Windows XP

0 “Tippity-tappity-tap” install on
Linux/Solaris/BSD Unix



Known Gbrowse Users

Agricultural Biotechnology Center, Hungary
BAWI, S. Korea

Baylor College of Medicine

Biocrates GmbH, Innsbruck

Brandeis University

Bristol-Meyers Squibb

British Columbia Centre for Diseaes Control
CIRAD, France

CSIRO, Australia

Cambridge University (multiple labs)

Center for Genomics & Bioinformatics, Stockholm
Centre de Genetique Moleculaire, CNRS
Cold Spring Harbor Laboratory (multiple labs)
Compugen

Concordia University, Canada

Cornell Medical School

Cornell University

DNA Landmarks, Inc.

Donald Danforth Plant Sciences Center
Duke University (multiple labs)

EMBL, Heidelberg

Faculdade de Medicina de Ribeirdo Preto
FlyBase

Foundation for Research and Technology, Crete

Fundagcao Hemocentro, Sao Paolo

Genoscope, France

GrainGenes

Harvard University

Hospital for Sick Kids, Toronto

lllinois Institute of Technology

Incyte Corporation

Inpharmatica, Ltd.

Institute for Systems Biology, Seattle

Institute of Molecular and Cell Biology, Singapore
International Rice Research Institute, Phillipines
John Innes Centre

KEGG

Kansas State University

Karolinska Institute

Kennedy Krieger Institute

Lawrence Berkeley Laboratories

Marine Biological Laboratories, Woods Hole
Massachusetts Institute of Technology (multiple
labs)

Mayo Institute

McGill University

Meat Animal Research Center, University of
Nebraska



Known Gbrowse Users

Open Informatics Consulting Corp.

Oxagen Corp.

Pasteur Institute, Paris

Pioneer Corporation

QIAGEN Operon Corp.

RIKEN (multiple labs)

RatDB

Regulome, Inc.

Rhobio (Bayer CropScience SA & Biogemma joint
venture)

Rigshospitalet, Copenhagen

Rockefeller University

Roslin Institute, Edinburgh

Russian Academy Medical Sciences

Serono International Corp, Geneva

Simon Frasier University

South Africa National Bioinformatics Institute
Southern lllinois University

St. Jude Children's Research Hospital, Memphis
Stowers Institute for Medical Research
Texas A&M (multiple labs)

The Institute for Genome Research

Tulane University

University California Davis

University of Arizona (multiple labs)
University of British Columbia

University of California Santa Barbara
University of Georgia (multiple labs)
University of Minnesota

University of Muenster

University of New South Wales, Australia
University of Oklahoma (multiple labs)
University of Pennsylvania (multiple labs)
University of Southern California
University of Texas

University of Toronto

University of Virginia

University of Washington

Universitat Giessen

Université de Liege, Belgium
Wageningen Universiteit & Researchcentrum,
Netherlands

Washington University at St. Louis (multiple labs)
WormBase

deVGen, Belgium
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